RAW SEQUENCE LISTING 
ERROR REPORT 



BIOTECHNOLOGY 
SYSTEMS 
BRANCH . 




The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 
fo rni : 




Date Processed by STIC: <^^&^7J^Q^f 



THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION AND PATENTIN SOFTWARE QUESTIONS, PLEASE CONTACT 
MARK SPENCER, TELEPHONE: 571-272-2510; FAX: 571-2734)221 



TO REDUCE EKRORJED SEQUENCE LISTINGS, PLEASE USE THE CHECKER — 
^ VERSION 4,2 PROGRAM ACCES S IB LE THROUGH THE -U-S PATENT AND^ ^ # cmm^- ^ 
TRADEMARK OFFICE WEBSITE SEE BELOW FOR ADDRESS C 7- ' l - ' 

http://www.uspto.govAveb/ofnces/pac/checker/chkrnote.h(m 



Applicants submitting genetic sequence information electronically on diskette or CD-Rom should be aware that there is 

a possibility that the disk/CD-Rom may have been affected by treatment given to all incoming mail 

Please consider using alternate methods of submission for the disk/CD-Rom or replacement disk/CD-Rom 

Any r eply including a sequence listing in electronic form should NOT be sent to the 2023 1 zip code address for the 

United States Patent and Trademark Office, and instead should be sent via the following to the indicated addresses: 



1 EFS-Bio (<httn:/Avw\v.u spto.gov/cbc/efs/downloads/doctiments.htm> , EFS Submission 
User Manual - ePAVE) 

2. U.S. Postal Service: Commissioner for Patents, P.O. Box 1450, Alexandria, VA 22313-1450 

3. Hand Carry, Federal Express, United Parcel Service, or other delivery service (EFFECTIVE 06/05/04): 

• ;v - J " v ' : "~ ' < U.S. Patent and Trademark Office, 220 20 ,h Street S; ; Customer Window, Mail Slop-Sequence Costal Plaza Two Lobby - 
Room 1B03, Arlington, VA 22202 
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IFWO 



RAW SEQUENCE LISTING DATE: 09/28/2004 

PATENT APPLICATION: US/10/680 , 060 TIME: 10:08:15 

Input Set : A:\pto.da.txt 

Output Set: N:\CRF4\09282004\J680060.raw 

SEQUENCE LISTING 

3 (1) GENERAL INFORMATION: 

C--> 5 (i) APPLICANT: Gocke, Christopher D. 

6 Kopreski, Michael S. 

8 (ii) TITLE OF INVENTION: Detection of Extracellular Tumor- 

9 Associated Nucleic Acid in Blood Plasma or Serum 
10 Using Amplification Assays 

12 (iii) NUMBER OF SEQUENCES: 19 

14 (iv) CORRESPONDENCE ADDRESS: 

15 (A) ADDRESSEE: Intellectual Property Office, 

16 The Pennsylvania State University 
IV (B) STREET: 113 Technology Center 

18 (C) CITY: University Park 

19 (D) STATE: Pennsylvania 

20 (E) COUNTRY: USA Doe8 Uot COfflpiy 

21 (F) ZIP: 16802 „ _n [f^|«j 

2 3 (v) COMPUTER READABLE FORM: C©rfir©Gl©0 Ulp 

24 (A) MEDIUM TYPE: Floppy disk 

25 (B) COMPUTER: IBM PC compatible 

26 (C) OPERATING SYSTEM: PC-DOS/MS-DOS 

27 (D) SOFTWARE: Patent In Release #1.0, Version #1.25 
29 (vi) CURRENT APPLICATION DATA: 

C--> 30 (A) APPLICATION NUMBER: US/10/680 # 060 

C--> 31 (B) FILING DATE: 07-Oct-2003 

32 (C) CLASSIFICATION: 

34 (viii) ATTORNEY/AGENT INFORMATION: 

3 5 (A) NAME: 

3 6 (B) REGISTRATION NUMBER: 

3 7 (C) REFERENCE/DOCKET NUMBER: 97, 07 8 -E 

3 9 (ix) TELECOMMUNICATION INFORMATION: 

40 (A) TELEPHONE: 

41 (B) TELEFAX: 

42 (C) TELEX: 



diskette Hem 



ERRORED SEQUENCES 

75 (2) INFORMATION FOR SEQ ID NO: 3: 
7 7 (i) SEQUENCE CHAR^^ER^TtCS : 

78 (A) LENGTH :/21 JBase pairs 

79 (B) TYPE: nY*s*eic acid 

80 (C) STRANDEDNESS: single 

81 (D) TOPOLOGY: linear 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/10/680,060 
Input Set : A:\pto.da.txt 

Output Set: N:\CRF4\09282004\J680060.raw 

83 (ii) MOLECULE TYPE: cDNA 

85 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

87 TTAGAGAGTT GCTTTACGT G 
3 05 (2) INFORMATION FOR SEQ ID NO: 



E--> 
E - - > 
E--> 
W--> 
E--> 



DATE: 09/28/2004 
TIME: 10:08:15 



19: 



307 
308 
309 
310 
311 
313 
315 



(i) 



SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 5 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 
MOLECULE TYPE: cDNA 
SEQUENCE DESCRIPTION: SEQ ID NO: 

317 CTGATTTCCT TAC TGCCTCT TGC T J 
320' licDonneil Boehnen Hulibert & Berghoff 
300 South Wacker Drive, 32nd Floor 



(ii) 
(xi) 



19: 



321 
322 
323 
324 



25 



CHiCAGo, IlliNoiS 60606 
1 

(312) 913-0001 
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RAW SEQUENCE LISTING ERROR SUMMARY 

PATENT APPLICATION: US/10/680 , 06 0 



DATE: 09/28/2004 
TIME: 10:08:17 



Input Set : A:\pto.da.txt 

Output Set: N:\CRF4\09282004\J680060.raw 




I nvalid Line Length: J 

The rules require that a line not exceed 72 characters in length. This includes spaces. 

Seq#:2; Line (s) 73 
Seq#:3; Line(s) 87 
Seq#:4; Line(s) 102 
Seq#:5; Line(s) 116 
Seq# : 6 ; Line (s) v 130 
Seq#:8; Line(s) 159 
Seq#:9; Line(s) 173 
Seq#:ll; Line(s) 203 
Seq#:12; Line(s) 217 
Seq#:13; Line(s) 231 
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VERIFICATION SUMMARY DATE : 09/2 8/2 004 

PATENT APPLICATION: US/10/680 , 060 TIME: 10:08:17 

Input Set : A:\pto.da.txt 

Output Set: N:\CRF4\09282004\J680060.raw 

L:5 M:220 C: Keyword misspelled or invalid format, [(i) APPLICANT:] 

L:30 M:220 C: Keyword misspelled or invalid format, [(A) APPLICATION NUMBER : ] 

L:31 M:220 C: Keyword misspelled or invalid format, [(B) FILING DA^E : ] 

L:47 M:220 C: Keyword misspelled or invalid format, [(i) SEQUENCBf CHARACTERISTICS : ] 

L:87 M:254 E: No. of Bases conflict, Input": 21 Counted:20 SEQ:3(/ 

L:87 M:204 E: No. of Bases differ, LENGTH : I nput : 2 1 gounted:2Q SEQ:3 ^-^^^ 

L:320 M:334 W: (2) Invalid Amino Acid in CocTirTg Region, NUMBER OF INVALID KEYS : 5 ^ 

L:320 M:333 E: Wrong sequence grouping, Amino acids not in groups! 

L:321 M:336 W: Invalid Amino Acid Number in Coding Region, SEQ ID:0 

L:321 M:334 W: (2) Invalid Amino Acid in Coding Region, NUMBER OF INVALID KEYS : 6 S 
L:321 M:333 E: Wrong sequence grouping, Amino acids not in groups! 
L:322 M:336 W: Invalid Amino Acid Number in Coding Region, SEQ IDilS* 0000 " 
L:322 M:254 E: No. of Bases conflict, Input:60606 Counted:32 SEQ:19 
L:322 M:320 E: (1) Wrong Nucleic Acid Designator, 9 

L:322 M:lll C: (47) String data converted to upper case, s 
L:323 M:336 W: Invalid Amino Acid Number in Coding Region, SEQ ID: 19 * 
M:254 Repeated in SeqNo=19 

L:324 M:320 E: (1) Wrong Nucleic Acid Designator, 5 J 
L:324 M:204 E: No. of Bases differ, LENGTH : Input : 25 Counted:44 SEQ:19 * 
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